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Figure S5

Figure S5. Enriched GO terms for the 1478 plastic genes listed in Dataset S4. The network graphs
show BINGO visualizations of the overrepresented GO terms. Categories in GoSlimPlants [71] were

used to simplify this analysis. Non-colored nodes are not overrepresented, but they may be the
parents of overrepresented terms. Node size is positively correlated with the number of genes
belonging to the category. Colored nodes represent GO terms that are significantly overrepresented

(p value < 0.1), with the shade indicating significance as shown in the color bar



